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SUMMARY 


The properties and sources of all known class-I, class-II and class-III restriction endonucleases (ENases) and DNA 
modification methyltransferases (MTases) are listed and newly subclassified according to their sequence specificity. In 
addition, the enzymes are distinguished in a novel manner according to sequence specificity, cleavage position and 
methylation sensitivity. Furthermore, new nomenclature rules are proposed for unambiguously defined enzyme 
names. 
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